NCBI BlastrProtein Sequence (1256 letters) 

Length=1255 

Score = 2602 bits (6744), Expect = 0.0, Method: Compositional matrix adjust. 
Identities = 1255/1255 (100%), Positives = 1255/1255 (100%), Gaps = 0/1255 (0%) 

MFIFLLFLTLTSGSDLDRCTTFDDVQAPNYTQHTSSMRGVYYPDEIFRSDTLYLTQDLFL 60 
MFIFLLFLTLTSGSDLDRCTTFDDVQAPNYTQHTSSMRGVYYPDEIFRSDTLYLTQDLFL 
MFIFLLFLTLTSGSDLDRCTTFDDVQAPNYTQHTSSMRGVYYPDEIFRSDTLYLTQDLFL 60 

PFYSNVTGFHTINHTFGNPVIPFKDGI YFAATEKSNWRGWVFGSTMNNKSQSVI I INNS 120 
PFYSNVTGFHTINHTFGNPVIPFKDGIYFAATEKSNWRGWVFGSTMNNKSQSVIIINNS 
PFYSNVTGFHTINHTFGNPVIPFKDGIYFAATEKSNWRGWVFGSTMNNKSQSVIIINNS 120 

TNWIRACNFELCDNPFFAVSKPMGTQTHTMIFDNAFNCTFEYISDAFSLDVSEKSGNFK 180 
TNWIRACNFELCDNPFFAVSKPMGTQTHTMIFDNAFNCTFEYISDAFSLDVSEKSGNFK 
TNWIRACNFELCDNPFFAVSKPMGTQTHTMIFDNAFNCTFEYISDAFSLDVSEKSGNFK 180 

HLREFVFKNKDGFLYVYKGYQPIDWRDLPSGFNTLKPIFKLPLGINITNFRAILTAFSP 240 
HLREFVFKNKDGFLYVYKGYQPIDWRDLPSGFNTLKPIFKLPLGINITNFRAILTAFSP 
HLREFVFKNKDGFLYVYKGYQPIDWRDLPSGFNTLKPIFKLPLGINITNFRAILTAFSP 240 

AQDIWGTSAAAYFVGYLKPTTFMLKYDENGTITDAVDCSQNPLAELKCSVKSFEIDKGIY 300 
AQDIWGTSAAAYFVGYLKPTTFMLKYDENGTITDAVDCSQNPLAELKCSVKSFEIDKGIY 
AQDIWGTSAAAYFVGYLKPTTFMLKYDENGTITDAVDCSQNPLAELKCSVKSFEIDKGIY 300 

QTSNFRWPSGDWRFPNITNLCPFGEVFNATKFPSVYAWERKKISNCVADYSVLYNSTF 360 
QTSNFRWPSGDWRFPNITNLCPFGEVFNATKFPSVYAWERKKISNCVADYSVLYNSTF 
QTSNFRWPSGDWRFPNITNLCPFGEVFNATKFPSVYAWERKKISNCVADYSVLYNSTF 360 

FSTFKCYGVSATKLNDLCFSNVYADSFWKGDDVRQIAPGQTGVIADYNYKLPDDFMGCV 420 
FSTFKCYGVSATKLNDLCFSNVYADSFWKGDDVRQIAPGQTGVIADYNYKLPDDFMGCV 
FSTFKCYGVSATKLNDLCFSNVYADSFWKGDDVRQIAPGQTGVIADYNYKLPDDFMGCV 420 

LAWNTRNIDATSTGNYNYKYRYLRHGKLRPFERDISNVPFSPDGKPCTPPALNCYWPLND 480 
LAWNTRNIDATSTGNYNYKYRYLRHGKLRPFERDISNVPFSPDGKPCTPPALNCYWPLND 
LAWNTRNIDATSTGNYNYKYRYLRHGKLRPFERDISNVPFSPDGKPCTPPALNCYWPLND 480 

YGFYTTTGIGYQPYRVWLSFELLNAPATVCGPKLSTDLIKNQCVNFNFNGLTGTGVLTP 540 
YGFYTTTGIGYQPYRVWLSFELLNAPATVCGPKLSTDLIKNQCVNFNFNGLTGTGVLTP 
YGFYTTTGIGYQPYRWVLSFELLNAPATVCGPKLSTDLIKNQCVNFNFNGLTGTGVLTP 540 

SSKRFQPFQQFGRDVSDFTDSVRDPKTSEILDISPCSFGGVSVITPGTNASSEVAVLYQD 600 
SSKRFQPFQQFGRDVSDFTDSVRDPKTSEILDISPCSFGGVSVITPGTNASSEVAVLYQD 
SSKRFQPFQQFGRDVSDFTDSVRDPKTSEILDISPCSFGGVSVITPGTNASSEVAVLYQD 600 

VNCTDVSTAIHADQLTPAWRIYSTGNNVFQTQAGCLIGAEHVDTSYECDIPIGAGICASY 660 
VNCTDVSTAIHADQLTPAWRIYSTGNNVFQTQAGCLIGAEHVDTSYECDIPIGAGICASY 
VNCTDVSTAIHADQLTPAWRIYSTGNNVFQTQAGCLIGAEHVDTSYECDIPIGAGICASY 660 

HTVSLLRSTSQKSIVAYTMSLGADSSIAYSNNTIAIPTNFSISITTEVMPVSMAKTSVDC 720 

HTVSLLRSTSQKSIVAYTMSLGADSSIAYSNNTIAIPTNFSISITTEVMPVSMAKTSVDC 

HTVSLLRSTSQKSIVAYTMSLGADSSIAYSNNTIAIPTNFSISITTEVMPVSMAKTSVDC 720 

NMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKQMYKTPTLKYFG 780 
NMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKQMYKTPTLKYFG 
NMYICGDSTECANLLLQYGSFCTQLNRALSGIAAEQDRNTREVFAQVKQMYKTPTLKYFG 780 

GFNFSQILPDPLKPTKRSFIEDLLFNKVTLADAGFMKQYGECLGDINARDLICAQKFNGL 840 
GFNFSQILPDPLKPTKRSFIEDLLFNKVTLADAGFMKQYGECLGDINARDLICAQKFNGL 
GFNFSQILPDPLKPTKRSFIEDLLFNKVTLADAGFMKQYGECLGDINARDLICAQKFNGL 840 

TVLPPLLTDDMIAAYTAALVSGTATAGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYE 900 
TVLPPLLTDDMIAAYTAALVSGTATAGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYE 
TVLPPLLTDDMIAAYTAALVSGTATAGWTFGAGAALQIPFAMQMAYRFNGIGVTQNVLYE 900 

NQKQIANQFNKAISQIQESLTTTSTALGKLQDWNQNAQALNTLVKQLSSNFGAISSVLN 960 
NQKQIANQFNKAISQIQESLTTTSTALGKLQDWNQNAQALNTLVKQLSSNFGAISSVLN 
NQKQ I ANQFNKAI SQIQESLTTTS T AL GKLQDWNQNAQALNTLVKQL S SNFGAI S S VLN 960 

DILSRLDKVEAEVQIDRLITGRLQSLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSK 1020 
DILSRLDKVEAEVQIDRLITGRLQSLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSK 
DILSRLDKVEAEVQIDRLITGRLQSLQTYVTQQLIRAAEIRASANLAATKMSECVLGQSK 1020 

RVDFCGKGYHLMSFPQAAPHGWFLHVTYVPSQERNFTTAPAICHEGKAYFPREGVFVFN 1080 
RVDFCGKGYHLMSFPQAAPHGWFLHVTYVPSQERNFTTAPAICHEGKAYFPREGVFVFN 
RVDFCGKGYHLMSFPQAAPHGWFLHVTYVPSQERNFTTAPAICHEGKAYFPREGVFVFN 1080 

GTSWFITQRNFFSPQIITTDNTFVSGNCDWIGIINNTVYDPLQPELDSFKEELDKYFKN 1140 
GTSWFITQRNFFSPQIITTDNTFVSGNCDWIGIINNTVYDPLQPELDSFKEELDKYFKN 
GTSWFITQRNFFSPQIITTDNTFVSGNCDWIGIINNTVYDPLQPELDSFKEELDKYFKN 1140 
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Sbjct 1141 HTSPDVDLGDISGINASWNIQKEIDRLNEVAKNLNESLIDLQELGKYEQYIKWPWYVWL 1200 

Query 1201 GFIAGLIAIVMVTILLCCMTSCCSCLKGACSCGSCCKFDEDDSEPVLKGVKLHYT 1255 

GFIAGLIAIVMVTILLCCMTSCCSCLKGACSCGSCCKFDEDDSEPVLKGVKLHYT 
Sbjct 1201 GFIAGLIAIVMVTILLCCMTSCCSCLKGACSCGSCCKFDEDDSEPVLKGVKLHYT 1255 
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